Dynamics Plot, based on diameter measurements taken in the 2000 census (see Supplementary Table 1) . We chose to use basal area as a measure of abundance since it correlates significantly with numerical abundance (r=0.60, P<0.001; log-log scale), but is a better descriptor of the amount of space and resources a species is using. Further, it is not as influenced by differences in size class distributions (S9) , which tend to be skewed and vary with life history strategy in tropical tree communities (S10) . Values of size-weighted species abundance (basal area) were log-transformed before entering the model.
Shade tolerance -Shade tolerance is mediated by a trade-off between growth and survival (S10-S12), with light demanding species having higher mortality and growth rates than shade tolerant species. Therefore, we used the first axis of a principle components analysis (PCA) of growth and mortality rates for species in the BCI plot as an index of species' shade tolerance (see Supplementary Table 1) . We used the mean mortality and growth rates from 2000 to 2005 for saplings 1-5 cm DBH reported in Condit et al. (S13) . Shade tolerance was significantly correlated with numerical abundance (r=0.30, P<0.001), largely due to variation in size class distributions with life history strategy, as mentioned above (i.e., shade-tolerant species have more saplings in the understory than light-demanding species) . However, using size-weighted species abundance removed the correlation between shade tolerance and abundance (r=-0.02, P=0.80).
Survival model -We used a hierarchical Bayesian approach (S14) that allowed for variation among species in the effects of conspecific and heterospecific neighbors on survival. Our hierarchical model included both individual-level and species-level regressions. In the individual-level regression, survival (s) of an individual seedling i, of species j, in plot k, over the 5-yr study period was modeled as a function of the neighborhood densities of conspecific (CONS) and heterospecific (HETS) seedlings and conspecific (CONBA) and heterospecific (HETBA) adult trees:
logit(p jk ) = β 0j + β 1j •CONS jk + β 2j •HETS jk + β 3j •CONBA jk + β 4j •HETBA jk + ф k ,
which includes a random effect for seedling plot, where ф k ~ Normal(0, σ ф ). The random plot effect was incorporated to control for spatial autocorrelation (i.e. non-independence) in survival of seedlings within 1-m 2 quadrats.
In the species-level regression, the vector of coefficients (β 0-4 , from eq. 2) of each species j was modeled as a function of species' log abundance in the community (ABUND) and shade-tolerance (SHADE):
where values of β j are modeled using a multivariate normal distribution with the covariance matrix, ∑ β , modeled using a scaled inverse-Wishart distribution (S14). All individual-and species-level coefficients were assigned non-informative priors, and were recentered prior to entering the model in order to reduce correlations and speed convergence of the Gibbs sampling algorithm (S14). Model simulations were run in WinBUGS 1.4.3 (S15).
We assessed convergence by running two independent chains with differing initial values and using the GelmanRubin statistic, as modified by Brooks and Gelman (S16) . The model was run for 50,000 iterations and convergence was confirmed. We then ran the model for an additional 100,000 iterations, which were used to calculate the mean, standard deviation and 95% credible intervals of parameter estimates from the posterior distribution. B. 
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